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Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman 
(1997), "Gapped BLAST and PSI-BLAST: a new generation of 
protein database search programs", Nucleic Acids Res. 25:338 9-3402, 
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Ge t sele ^ ed sequences | / Select all • | Deselect all | Tree View j 

> □ qi 1 5597 5602 | qb | AY660002. 1 1 El West Nile virus isolate Mex03 from Mexico, complete gc 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I II I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 



> P qi I 554 95180 | gb | AY7 12 94 8. 1 1 E West Nile virus isolate Mosquito v4369, complete genor 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



> □ qi | 554 95165 | qb| AY712947 . 1 1 111 West Nile virus isolate Bird 1461, complete genome 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I II II I I I I II I I I II 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



> F qi I 554 9514 9 [qb| AY71294 6. 1 1 UA West Nile virus isolate Bird 1171, complete genome 
Length=11029 

Score = 44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



> C. qi I 554 95130 | qb | AY7 1294 5. 1 1 El West Nile virus isolate Bird 1153, complete genome 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 
I I I I I I I I I I I I I I I I I I I I I I 
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> C qi 1 51095221 |qb|AY688948 . 1 1 19 West Nile virus strain Sarafend, complete genome 
Length=11057 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I II I I I I I I I I II I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 



>r~ qi|77 980183| qb | AY84 8 696 . 2 | 131 West Nile virus strain 385-99 isolate hamster passage 

9317E, complete genome 

Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I II I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 

> r qi I 77 980181 1 qb | AY8 4 8 695. 2 | 03 West Nile virus strain 385-99 isolate hamster passage 

9317A, complete genome 

Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I II 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 



> G qi I 77 853218 | qb | AY84 8 697 . 2 | B West Nile virus strain 385-99 isolate hamster passage 
TVP-937 6, complete genome 

Length=11029 

Score = 44.1 bits '(22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 

> fZ qil 667 35926 1 qb| DQ0664 23.il Q West Nile virus strain 385-99 isolate hamster passage 
9317B, complete genome 

Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
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. Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 



>□ qi 1 75859185 | gbj AY842931 . 3 | E3 West Nile virus strain 385-99, complete genome 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 . 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I II I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 



> H qi 1 771666001 qblDQ211 652. 1 1 E West Nile virus strain NY99, complete genome 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I II I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 

> 17: qi I 3324257 6 | qb | AY268 133 . 1 1 M West Nile virus strain PaHOOl polyprotein (pol) gene, 
cds 

Length=10989 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I II I I I I I 
Sbjct 175 AGCCCTCTTCAGTCCAATCAAG 154 



> JT qi I 8 914 8117 | qb | DQ118127 . 1 1 13 West Nile virus isolate goose-Hungary/03 , complete ger 
Length=10969 

Score = 44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I II I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 



> f~ qi I 21929238 | qb | AF4 04 756 . 1 1 HI West Nile virus isolate WN NY 2000-crow3356, complete 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
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Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



> T qi I 2192 92361 gbj AF404 7 55. 1 | 13 West Nile virus isolate WN NY 2000-grouse3282 , compiet 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I II I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 

> V qi | 2192 9234 | qb| AF4 04 7 54 . 1 1 E3 West Nile virus isolate WN NJ 2000 MQ5488, complete ge 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 

> C qi | 21929232 | qb 1 AF4 04753 . 1 I E West Nile virus isolate WN MD 2000-crow265 , complete c 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 

> F qi | 19387527 j qb | AF4 818 64 . 1 | 13 West Nile virus strain IS-98 STD, complete genome 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 

> V qi| 8 934 078 6 | qb[DQ4 11035. 1 1 13 West Nile virus isolate Ast02-2-692, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
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. Identities = 22/22 (100%), Gaps - 0/22 (0%) 
Strand-Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I II I I I I I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> CI qi I 8 934 078 4 | gbj DQ4 11034 . 1 [ ID West Nile virus isolate Ast02-2-691, complete genome 
Length=10811 

Score = 44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> 17 qi I 8 934 07 82 | qb | DQ411033 . 1 1 HI West Nile virus isolate Ast02-3-165, complete genome 
Length-10811 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I II I I I I I I I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> D qi 18 934 07 80| qb | DQ411032.il B West Nile virus isolate Ast02-3-146, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 17 2 AGCCCTCTTCAGTCCAATCAAG 151 



> P qi I 8 934 0778 | qb| DQ4 11031. 1 1 HI West Nile virus isolate AstOl-187, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps - 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

1 1 1 1 1 1 1 1 i I i 1 1 1 1 1 1 1 1 1 1 1 

Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> r qi I 8 934 04 95 I qb I DQ4 11030 . 1 1 SI West Nile virus isolate AstOl-182, complete- genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
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•Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I! I I I I I I I I I I I I I I I I I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> \Z qi 1 8 934 04 931qb[DQ411029. 1 1 E West Nile virus isolate Ast01-66, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I 1 I I I I I I I I I I II 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> H qi I 194 21851 | qb|AF37504 4 . 1 1 West Nile virus isolate WN_0247 polyprotein mRNA, partis 
Length=164 8 

Score - 44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I II I I I I I I I I I I I 
Sbjct 2 6 AGCCCTCTTCAGTCCAATCAAG 5 



>□ gi I 19421847 | qb | AF37 5042 . 1 1 West Nile virus isolate WN_0043 polyprotein mRNA, partis 
Length-164 8 

Score = 44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I 1 I I I I I I I 1 I I I I I I 
Sbjct 2 6 AGCCCTCTTCAGTCCAATCAAG 5 



> H qi I 1722 6060 | qb | AF37 5223 . 1 j AF375223 West Nile virus polyprotein gene, partial cds 
Length=1648 

Score = 44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I II I I II I I I I I I I I I I I I I I I 
Sbjct 26 AGCCCTCTTCAGTCCAATCAAG 5 



> F qi | 87116126|qb|DQ377180. 1 1 E0 West Nile virus isolate Ast02-3-208, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
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. Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I 1 I I I I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> C gjJ 87116124 1 qb \ DQ37717 9. 1 1 03 West Nile virus isolate Ast02-2-298, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> H gi I 87116122 1 gb| DQ377178 . 1 ] HI West Nile virus isolate Ast02-2-26, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 17 2 AGCCCTCTTCAGTCCAATCAAG 151 



> □ qi 1 8708 38 64 | qb | DQ37 4 653. 1 1 HI West Nile virus isolate Ast02-2-25, complete genome 
Length=10811 

Score = 44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I 1 I I I I I I I I I I II I 
Sbjct 17 2 AGCCCTCTTCAGTCCAATCAAG 151 



> □ qi I 870838 62 | qb | DQ37 4 652 . 1 | HI West Nile virus isolate Ast04-2-824A, , complete genome 
Length=10789 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 

> V qi|87083860|qb|DQ374651. 1| 13 West Nile virus isolate Ast02-3-570, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
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, Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rancl=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I II I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> G qi I 8708 3858 I qb I DQ374 650.il □ West Nile virus isolate Ast02-3-717, complete genome 
Length=10811 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 172 AGCCCTCTTCAGTCCAATCAAG 151 



> r gi|3034 9729[qb|AY278 4 41. 1 j 13 West Nile virus isolate Ast99-901, complete genome 
Length=10998 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I II I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 



>G qi|51318183| qb| AY603654 . 1 | W West Nile virus strain EthAn4766, complete genome 
Length-11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I II I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



> F qi I 55669121 1 qb| AY64 6354 . 1 j 13 West Nile virus from USA, complete genome 
Length= 11030 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



> f~ qi | 50872125 I dbj | AB185915.2 I 13 West Nile virus gene for polyprotein precursor prote; 

cds, isolate: 6-SP 

Length=11029 
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* Score = 44.1 bits (22), Expect = 0.004 

Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I 1 I I I I I I I I I I I I I I I I I I I I 

Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



>C qi 15 08 721241 dbj 1 AB185914 . 2 | E3 West Nile virus gene for polyprotein precursor prote: 

cds, isolate: 6-LP 

Length-11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 



>r~ gi 1508387841 dbj | AB185917 . 1 | Q West Nile virus gene for polyprotein precursor prote: 

cds, isolate: B-LP 

Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 II 1 1 1 1 I 

Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



> H qi I 50838782 | dbj | AB185916 . 1 1 Q West Nile virus gene for polyprotein precursor prote: 

cds, isolate: B-SP 

Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 17 4 



> F qi I 115 97239 | qb | AF196835.2 |AF1 96835 SI West Nile virus strain NY99-f lamingo382-99, cc 
Length=11029 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 195 AGCCCTCTTCAGTCCAATCAAG 174 
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> r qi I 714 83642 | qb [ DQ080072 . 1 | 13 West Nile virus isolate FL232 polyprotein precursor, c 
cds 

Length=11000 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 166 AGCCCTCTTCAGTCCAATCAAG 145 



> HI qi | 714 83640 |qb| DQ080071. 1 1 131 West Nile virus isolate FL234 polyprotein precursor, c 
cds 

Length=11000 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 166 AGCCCTCTTCAGTCCAATCAAG 14 5 



> IZ qi | 714 83638 | qb | DQ080Q70 . 1 1 E] West Nile virus isolate TVP9115 polyprotein precursor, 

complete cds 

Length=11001 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I II I I I I I II I I I I I I I I I I I I 
Sbjct 167 AGCCCTCTTCAGTCCAATCAAG 14 6 



> r qi I 714 83636 lqb| DQ080069. 1 1 03 West Nile virus isolate TVP9117 polyprotein precursor, 

complete cds 

Length=10975 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 167 AGCCCTCTTCAGTCCAATCAAG 14 6 



> r qi 1 714 83634 | gbj DQ080068 . 1 1 IS! West Nile virus isolate TVP9218 polyprotein precursor, 

complete cds 

Length=11001 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
St rand=Plus /Minus 
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.Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I II I I I I I 
Sbjct 167 AGCCCTCTTCAGTCCAATCAAG 14 6 

> r ail 714 83632 | qb | DQ080067. 1 | 13 West Nile virus isolate TVP9219 polyprotein precursor, 

complete cds 

Length=11001 

Score =44.1 bits (22), Expect = 0.004 
Identities = 22/22 (100%), Gaps = 0/22 (0%) 
Strand=Plus /Minus 

Query 1 AGCCCTCTTCAGTCCAATCAAG 22 

I I I I I I I I I I I I I I I I II I I I I 
Sbjct 167 AGCCCTCTTCAGTCCAATCAAG 14 6 
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results of BLAST 



BLASTN 2,2.14 [May-07-2006] 

Reference : 

Altschul, Stephen F. , Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman 
(1997), "Gapped BLAST and PSI-BLAST: a new generation of 
protein database search programs", Nucleic Acids Res. 25:3389-3402. 

RID: 114 9884 4 57-2374 6- 93 944 912608. BLASTQ4 
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714 83610 lqblDQ080056. 1| 



714836Q8|qblDQ080055.1| 
71483606|qblDQ080054.1| 
71483604|qb|DQ08QQ53.11 



71483602|qb|DQQ80Q52.1| 
7148360Q|qblDQ080Q51.1| 
9930137 |qb|AF260969. 1 |AF2 



9930135 | qb | AF2 60968. 1 ]AF2 



9930133 Iqb | AF2 60967 . 1 |AF2 



West Nile virus isolate G-CA-03 IM. . 
West Nile virus isolate F-CA-03 IM. . 
West Nile virus isolate E-CA-03 GR. . 
West Nile virus isolate OAZ-03 03.. 
West Nile virus isolate B-AZ-03-16.. 
West Nile virus isolate A-AZ-03-16.. 
60969 West Nile virus strain RO97-50 
60968 West Nile virus strain EglOl, 
60967 West Nile virus strain NY99-eq 



26284711 | qb | AF53354 0. 1 | West Nile virus polyprotein precursor 
7717200 |qb I AF206518.2 IAF20 6518 West Nile virus isolate 2741, 
6581069 |qb I AF202541. 1 | AF202541 West Nile virus strain HNY1... 
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West Nile virus isolate ARC10, comple 
West Nile virus strain 04.05 polyprot 
West Nile virus strain 96-111 polypro 
West Nile virus isolate TX 2004 Harri 
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West Nile virus isolate IN 2002, comp 
West Nile virus isolate TX 2003, comp 
West Nile virus isolate GA 2002 2, co 
West Nile virus isolate GA 2002 1, co 
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West Nile virus isolate NY 2003 Suffo 
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West Nile virus isolate NY 2002 Broom 
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West Nile virus isolate KN3829 polypr 
West Nile virus isolate WN NY 2000-gr 
West Nile virus isolate Ast02-2-692, 
West Nile virus isolate Ast02-2-691, 
West Nile virus isolate Ast02-3-146, 
West Nile virus isolate AstOl-187, co 
West Nile virus isolate AstOl-182, co 
West Nile virus isolate Ast01-66, com 
West Nile virus isolate Ast02-3-208, 
West Nile virus isolate Ast02-2-298, 
West Nile virus isolate Ast02-2-26, c 
West Nile virus isolate Ast02-2-25, c 
West Nile virus isolate Ast04-2-824A, 
West Nile virus isolate Ast02-3-570, 
West Nile virus isolate Ast02-3-717, 
West Nile virus isolate Ast99-901, co 
West Nile virus from USA, complete ge 
West Nile virus isolate WNVCc poly. . . 
West Nile virus isolate TX 2002 2, co 
West Nile virus isolate TX 2002 1, co 
West Nile virus isolate Ast02-3-165, 
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Get selected sequences | ; Select all ' Deselect all | ; tree View | 



> [I qi I 5597 5602 1 qb| AY660Q02 . 1 j 13 West Nile virus isolate Mex03 from Mexico, complete g* 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j c t 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> f~ cfi | 554 95180 | qb | AY71294 8 . 1 1 13 West Nile virus isolate Mosquito v4369, complete genor 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTC7UVTATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j c t 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> P qi I 554 95165 | qb 1 AY712 94 7 . 1 | 13 West Nile virus isolate Bird 1461, complete genome 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I 
Sb j c t 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



>[~ qi 1554951491 qb | AY71294 6. 1 | 13 West Nile virus isolate Bird 1171, complete genome 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps - 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
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Sb j c t 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 148 

% Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> C qi I 554 95130 I qb [ AY71294 5.il El West Nile virus isolate Bird 1153, complete genome 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I II II I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I II I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> f! qi I 779801831 qb | AY84 8 696 . 2 | □ West Nile virus strain 385-99 isolate hamster passage 

9317E, complete genome 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I II I I I I II I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j c t 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> r qi I 77 980181 1 qb | AY84 8 695 . 2 | H West Nile virus strain 385-99 isolate hamster passage 

9317A, complete genome 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> r qi I 77853218 | qb | AY84 8 697 . 2 \ M West Nile virus strain 385-99 isolate hamster passage 

TVP-9376, complete genome 

Length-11029 
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Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I 11 I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 148 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> G qi I 66735926 | qb | DQO 664 23 . 1 1 El West Nile virus strain 385-99 isolate hamster passage 

9317B, complete genome 

Length-11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I II I I I I I I I I I I II I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> G qil 75859185 |qb| AY84 2 931.3I HI West Nile virus strain 385-99, complete genome 
Length=11029 

Score - 200 bits (101), Expect = 5e-49 
Identities = 101/ 101 ( 100% ) , Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> H qi I 77166600 | qb | DQ211652 . 1 | Ui West Nile virus strain NY99, complete genome 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 



Query 


1 


AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 


60 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Sbjct 


89 


AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 


148 


Query 


61 


AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 








1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
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> C qi I 46277828 I qb | AY4 90240. 2 | 13 West Nile virus strain Chin-01, complete genome 
Length=11028 "~ " ~ * 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCT/^AGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I 
Sb j c t 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 149 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> F qi I 3324 257 6 | qb | AY2 68133 . 1 1 13 West Nile virus strain PaHOOl polyprotein (pol) gene, 
cds 

Length-10989 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct 69 AGATCTCGATGTCTAAGT^AACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 128 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 12 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 169 



> □ qi | 3324 257 4 j qb| AY2 68132 . 1 | E] West Nile virus strain PaAnOOl polyprotein (pol) gene, 
cds 

Length=10989 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 69 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 128 

Que r y 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 129 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 169 



> H qi 1.8914 8117 | qb | DQ118127 . 1 | 13 West Nile virus isolate goose-Hungary/03, complete ger 
Length=10969 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 
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Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j Ct 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j c t 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



>r qi I 21 92924 Q| qbj AF4 047 57.il 10 West Nile virus isolate WN Italy 1998-equine, complete 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Que r y 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> r qi I 21929238 | qb | AF4 04 756. 1 1 IS West Nile virus isolate WN NY 2000-crow3356, complete 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

1 I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I II I I I I I I I I I I I I I 1 I I I I I I I I I I 
Sb j c t 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> O qi I 21929234 |qb| AF4 04 754 . 1 1 E3 West Nile virus isolate WN NJ 2000 MQ5488, complete g€ 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCT7VAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> r qi | 21929232 | qb | AF4 04 7 53 . 1 1 13 West Nile virus isolate WN MD 2000-crow265, complete c 
Length-11029 
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Score = 200 bits (101), Expect = 5e-49 
identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> □ qi I 19387 527 | qb | AF4 818 64 . 1 1 12J West Nile virus strain IS-98 STD, complete genome 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 



Query 


1 


AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 


60 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Sbjct 


89 


AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 


148 


Query 


61 


AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 








1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Sbjct 


149 


AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 





> r gi I 3034 9731 |qb| AY2784 42 .1 | 13 West Nile virus isolate LEIV-VlgOO-27 924 , complete ger 
Length-10842 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> r qi I 3034 9727 | qb| AY277252 . 1 1 □ West Nile virus isolate LEIV-Vlg99-27889, complete ger 
Length=10845 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I 
Sb j ct 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 149 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 
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> r qi I 51318183 lqblAY603654 . 1 1 13 West Nile virus strain EthAn4766, complete genome 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> C qi 1 50872125 | dbj j AB1 85915. 2 | m West Nile virus gene for polyprotein precursor prote: 

cds, isolate: 6-SP 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I i I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbj ct 89 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I I I I I I I 
Sbj ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> P qi | 50872124 | dbj IAB185914 .2 1 13 West Nile virus gene for polyprotein precursor prote; 

cds, isolate: 6-LP 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I 
Sbj ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> P qi | 50838784 [dbj | AB185917 . 1 1 13 West Nile virus gene for polyprotein precursor prote: 

cds, isolate: B-LP 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 
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I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sb j c t 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> fZ qi I 50838782 I dbj | AB185916. 1 | 13 West Nile virus gene for polyprotein precursor prote: 

cds, isolate: B-SP 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I 
Sbjct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> □ qi | 1274 4 4 08 | qb | AF317203 . 1 1 AF317203 H West Nile virus VLG-4 polyprotein precursor, c 
Length=10972 " ~ " 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 



Query 


1 


AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 


60 






1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 




Sbjct 


57 


AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 


116 


Query 


61 


AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 








1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 II 




Sbjct 


117 


AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 157 





> C gi I 11597239 | qb | AF1 96835. 2 [AF196835 13 West Nile virus strain NY99-f lamingo382-99, cc 
Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 

> l""~ qi I 714 8364 2 | qb I DQQ80Q72 . 1 [ El West Nile virus isolate FL232 polyprotein precursor, c 
cds 

Length=11000 
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Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I ! I I I I I I I I I I I I I I II I I 
Sbjct 60 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 119 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 120 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 160 



> □ qi I 714 83640 I qb| DQ080071 . 1 1 03 West Nile virus isolate FL234 polyprotein precursor, c 
cds 

Length=11000 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sb j ct 60 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 119 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 120 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 160 



> [I qi I 714 83638 I qb| DQ080070 . 1 | 13 West Nile virus isolate TVP9115 polyprotein precursor, 

complete cds 

Length=11001 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sb j ct 61 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 120 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I I I 
Sb j ct 121 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 161 



> r qi I 71483636 | qb | DQ08Q069. 1 I 03 West Nile virus isolate TVP9117 polyprotein precursor, 

complete cds 

Length=10975 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 61 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 120 
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Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
* Sbjct 121 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 161 

> F qi | 714 83634 | qb I DQ080068 . 1 1 Q West Nile virus isolate TVP9218 polyprotein precursor, 

complete cds 

Length=11001 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I! I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct 61 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 120 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
Sbjct 121 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 161 



> C qi 1 714 83632 |qb| DQQ8 0067.il EJ West Nile virus isolate TVP9219 polyprotein precursor, 

complete cds 

Length=11001 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGC7\AGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 61 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 120 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I II I I I I I I I! I I I I I I I I I I I II I I I I I I I I I I I I I 
Sbj ct 121 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 161 



> P qi I 71483630 | qb I DQ080066 . 1 I 13 West Nile virus isolate TVP9220 polyprotein precursor, 

complete cds 

Length=11001 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct 61 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 120 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I 
Sbjct 121 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 161 



> r qi | 714 83628 I qb| DQ080065. 1 1 HI West Nile virus isolate TVP9221 polyprotein precursor, 

complete cds 

Length=10995 
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Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I 
Sb j ct 55 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 114 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 115 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 155 



> C qi I 714 8 3626 | qb| DQ08Q064 . 1 1 III West Nile virus isolate TVP9222 polyprotein precursor, 

complete cds 

Length=11001 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I 1 1 i I 1 1 1 1 1 1 1 I I I I I I I 1 1 I 1 1 1 1 I 1 1 I 1 1 1 1 I 1 1 I 1 1 I 1 1 I I I 1 1 1 1 1 I 1 1 I I I 1 1 I 

Sb j ct 61 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 120 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 121 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 161 



> P qi 1 71483624 | qb | DQ080063 . 1 | 13 West Nile virus isolate TVP9223 polyprotein precursor, 

complete cds 

Length=10975 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 61 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 120 

Que r y 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 121 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 161 



> H qi I 714 83622 | qb | DQ080062 . 1 1 IS West Nile virus isolate TWN165 polyprotein precursor, 
cds 

Length=11001 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbjct 61 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 120 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 
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I I I I 1 1 I I I I I 1 1 I I I I 1 1 1 1 I 1 1 I I I I I I I I 1 1 I 1 1 I I I I 

Sb j Ct 121 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 161 



> r qi I 714 83620 I qb | DQ080061. 1 1 13 West Nile virus isolate TWN496 polyprotein precursor, 
cds 

Length=11000 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct 60 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 119 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sbj ct 120 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 160 

> □ qi I 714 83616 [qb | DQ080059. 1 1 13 West Nile virus isolate L-CA-04 SAC-04-7168 polyprote: 
gene, complete cds 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sbj ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 ' AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 

> r qi 1 714 83614 } qb | DQQ80058. 1 1 S3 West Nile virus isolate J-CA-03 Arcadia-S0334814 poly* 
precursor, gene, complete cds 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I 
Sbj ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j c t 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 



> □ qi | 714 83612 | qb | DQ080Q57 . 1 1 13 West Nile virus isolate I-CA-03 Arcadia-S0331532 poly* 

precursor, gene, complete cds 

Length=10956 

Score = 200 bits (101), Expect = 5e-49 
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Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j Ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> C qi I 7 14 83610 I qb I DQ08005 6.il 13 West Nile virus isolate G-CA-03 IMPR-1075 polyprotein 
gene, complete cds 

Length=11019 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps - 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 
I I I I I I I I I I I I I I I I I I I I I ! I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Que r y 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 

> F gi | 714 83608 | qb 1 DQ080055 . 1 | 13 West Nile virus isolate F-CA-03 IMPR 102 polyprotein i 
gene, complete cds 

Length=11018 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 1 I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 



> T qi | 714 83606 | qb | DQ080054 . 1 1 □ West Nile virus isolate E-CA-03 GRLA-1260 polyprotein 

gene, complete cds 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 6 1 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
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Sb jet 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 

> r qi I 714 83604 [ qb | DQ08QQ53 . 1 1 13 West Nile virus isolate C-AZ-03 03-1799 polyprotein pi 
gene, complete cds 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 1 4 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I 
Sbjct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 189 

> r qi I 714 83602 | qb | DQ080052 . 1 1 El West Nile virus isolate B-AZ-03-1681 polyprotein preci 
complete cds 

Length-11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 

> G qi | 714 83600 j qb | DQ080051 . 1 1 B West Nile virus isolate A-AZ-03-1623 polyprotein preci 
complete cds 

Length=11029 

Score = 200 bits (101), Expect = 5e-49 
Identities = 101/101 (100%), Gaps = 0/101 (0%) 
Strand=Plus/Plus 

Query 1 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 60 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I 
Sb j ct 8 9 AGATCTCGATGTCTAAGAAACCAGGAGGGCCCGGCAAGAGCCGGGCTGTCAATATGCTAA 14 8 

Query 61 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 101 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Sb j ct 14 9 AACGCGGAATGCCCCGCGTGTTGTCCTTGATTGGACTGAAG 18 9 
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. Posted date: Jun 5, 2006 10:17 PM 
Number of letters in database: 143,922,531 
Number of sequences in database: 3,946,763 

Lambda K H 

1.37 0.711 1.31 

Gapped 

Lambda K H 

1.37 0.711 1.31 
Matrix: blastn matrix: 1 -3 
Gap Penalties: Existence: 5, Extension: 2 
Number of Sequences: 3946763 
Number of Hits to DB: 1139647 
Number of extensions: 51199 
Number of successful extensions: 13183 
Number of sequences better than 10: 4 6 
Number of HSP f s better than 10 without gapping: 0 
Number of HSP's gapped: 13183 
Number of HSP's successfully gapped: 4 6 
Length of query: 101 
Length of database: 17323791715 
Length adjustment: 21 
Effective length of query: 80 
Effective length of database: 17240909692 
Effective search space: 1379272775360 
Effective search space used: 1379272775360 
A: 0 

XI: 11 (21.8 bits) 
X2: 15 (29.7 bits) 
X3: 25 (49.6 bits) 
SI: 12 (24.3 bits) 
S2: 19 (38.2 bits) 
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